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<120> TITLE OF INVENTION: Novel G-Protein Coupled Receptors 
<130> FILE REFERENCE: 018781 - 004 730US 
<140> CURRENT APPLICATION NUMBER: US/10/028 , 521 
<141> CURRENT FILING DATE: 2001-12-20 
<150> PRIOR APPLICATION NUMBER: US 09/524,730 
<151> PRIOR FILING DATE: 2000-03-14 
<150> PRIOR APPLICATION NUMBER: US 09/546,986 
<151> PRIOR FILING DATE: 2001-04-11 <^ 
<160> NUMBER OF SEQ ID NOS : 23 0 
<170> SOFTWARE: Patentln Ver. 2.1 \J <?q 

<210> SEQ ID NO: 1 V " ' ^ 

<211> LENGTH: 1035 
<212> TYPE: DNA 
<213> ORGANISM: 
<220> FEATURE: 
<221> NAME/KEY: CDS 
<222> LOCATION: (42).. (974) 

<223> OTHER INFORMATION: human breast cancer amplified G-protein coupled 

receptor 1 (BCA-GPCR-1) 
<400> SEQUENCE: 1 
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62 Gin Lys Thr lie Ser Tyr Gly Gly Cys Thr Val Gin Tyr Ala Val Phe 

63 90 95 100 

65 cac tgg ctg gga tgc acg gag tgc ate gtc ctg gec gec atg gec ctg 392 

66 His Trp Leu Gly Cys Thr Glu Cys lie Val Leu Ala Ala Met Ala Leu 

67 105 110 115 

69 gac cgc tac gtg gec age tgc aag ccc ctg cac tat gee gtt etc atg 440 

70 Asp Arg Tyr Val Ala Ser Cys Lys Pro Leu His Tyr Ala Val Leu Met 

71 120 125 130 

7 3 cac cgt get etc tgt cag cag etc gtg get ctg gee tgg etc agt ggc 4 88 

74 His Arg Ala Leu Cys Gin Gin Leu Val Ala Leu Ala Trp Leu Ser Gly 

75 135 140 145 

77 ttc ggc aac tec ttc gtg cag gtg gtc ctg acg gtg caa ttg cca ttc 536 

78 Phe Gly Asn Ser Phe Val Gin Val Val Leu Thr Val Gin Leu Pro Phe 

79 150 155 160 165 

81 tgc ggg egg cag gtg ctg aac aac ttt ttc tgt gag gtg ccg gee gtg 584 

82 Cys Gly Arg Gin Val Leu Asn Asn Phe Phe Cys Glu Val Pro Ala Val 

83 170 175 180 

85 ate aag ctg teg tgt get gac ace get atg aat gac ace ata ctg get 632 

86 lie Lys Leu Ser Cys Ala Asp Thr Ala Met Asn Asp Thr lie Leu Ala 

87 185 190 195 

89 gtg ctg gtg gee ttc ttc gtg ttg gtg ccc ctg get etc ate ctt etc 680 

90 Val Leu Val Ala Phe Phe Val Leu Val Pro Leu Ala Leu He Leu Leu 

91 200 205 210 

93 tec tat ggc ttt att gee egg gca gtg etc agg ate cag tec tec aag 728 

94 Ser Tyr Gly Phe He Ala Arg Ala Val Leu Arg He Gin Ser Ser Lys 

95 215 220 225 

97 gga cga cac aag gee ttt ggg acg tgt tec tec cac ctg atg ate gtc 77 6 

98 Gly Arg His Lys Ala Phe Gly Thr Cys Ser Ser His Leu Met He Val 

99 230 235 240 245 

101 tec etc ttc tac eta cct gcg att tac atg tat ctg cag ccc cct tec 824 

102 Ser Leu Phe Tyr Leu Pro Ala He Tyr Met Tyr Leu Gin Pro Pro Ser 

103 250 255 260 

105 age tac tec caa gag cag ggc aaa ttt att tct etc ttc tat tec ata 872 

106 Ser Tyr Ser Gin Glu Gin Gly Lys Phe He Ser Leu Phe Tyr Ser He 

107 265 270 275 

109 ate acc ccc act etc aat ccc ttc ace tac ace ctg aga aat aaa gat 920 

110 He Thr Pro Thr Leu Asn Pro Phe Thr Tyr Thr Leu Arg Asn Lys Asp 

111 280 285 290 

113 atg aag ggg get ctg agg aga ctt ctg gee agg ate tgg agg etc tgt 968 

114 Met Lys Gly Ala Leu Arg Arg Leu Leu Ala Arg He Trp Arg Leu Cys 

115 295 300 305 

117 gga tga tgaggacatg agatgtagca tctccatcaa ttaaagaaca cagcacaagt 1024 

118 Gly 

119 310 

121 ctattgtgca c 1035 

124 <210> SEQ ID NO: 2 

125 <211> LENGTH: 310 

126 <212> TYPE: PRT 

127 <213> ORGANISM: Homo sapiens 
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129 <220> FEATURE: 

130 <22 3> OTHER INFORMATION: human breast cancer amplified G -protein coupled 

131 receptor 1 (BCA-GPCR-1) 
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176 <210> SEQ ID NO: 3 

177 <211> LENGTH: 1411 

178 <212> TYPE: DNA 

179 <213> ORGANISM: Homo sapiens 
181 <22 0> FEATURE: 
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<213> ORGANISM: 


Homo sapiens 




















292 


<220> FEATURE: 




























293 


<223> OTHER 


INFORMATION; 


: human breast cancer amplified G -protein 


coupled 


294 




receptor 2 (BCA-GPCR-2) 




















296 


<4 00> SEQUENCE: 


4 


























297 


Met 


Gly 


Lys 


Asp 


Asn 


Ala 


Ser 


Tyr 


Leu 


Gin 


Ala 


Phe 


He 


Leu 


Val 


Gly 




298 


1 








5 










10 










15 






299 


Ser 


Ser 


Asp 


Arg 


Pro 


Gly 


Leu 


Glu 


Lys 


He 


Leu 


Phe 


Ala 


Val 


He 


Leu 




300 








20 










25 










30 








301 


He 


Phe 


Cys 


He 


Leu 


Thr 


Leu 


Val 


Gly 


Asn 


Thr 


Ala 


He 


He 


Leu 


Leu 




302 






35 










40 










45 










303 


Leu 


Val 


Met 


Asp 


Val 


Arg 


Leu 


His 


Thr 


Pro 


Met 


Tyr 


Phe 


Phe 


Leu 


Gly 




304 




50 










55 










60 












305 


Asn 


Leu 


Ser 


Phe 


Leu 


Asp 


Leu 


Cys 


Phe 


Thr 


Ala 


Ser 


He 


Ala 


Pro 


Gin 




306 


65 










70 










75 










80 




307 


Leu 


Leu 


Trp 


Asn 


Leu 


Gly 


Gly 


Pro 


Glu 


Lys 


Thr 


He 


Thr 


Tyr 


His 


Gly 




308 










85 










90 










95 






309 


Cys 


Val 


Ala 


Gin 


Leu 


Tyr 


He 


Tyr 


Met 


Met 


Leu 


Gly 


Ser 


Thr 


Glu 


Cys 




310 








100 










105 










110 








311 


Val 


Leu 


Leu 


Val 


Val 


Met 


Ser 


His 


Asp 


Arg 


Tyr 


Val 


Ala 


Val 


Cys 


Arg 
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VERIFICATION SUMMARY DATE: 01/16/2002 

r PARENT APPLICATION: US/10/028 , 521 TIME: 18:32:56 

Input Set : A:\-47-3.app 

Output Set: N:\CRF3\01162002\J028521.raw 

L:12 M:270 C: Current Application Number differs, Replaced Current Application Number 
L:13 M:271 C: Current Filing Date differs, Replaced Current Piling Date 
L:606 M:336 W: Invalid Amino Acid Number in Coding Region, SEQ ID: 7 
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